. Estimated power and p-values to detect an association at rs10455 in Phase 3 without principal component information as the switch rate varies. Estimates for each switch rate were calculated on the basis of 10,000 simulations (simulated data sets described in the supplementary text). 'Average P' is the average one-sided p-value for the logistic regression of the disease status on the (simulated) genotype and 'Power' is the estimated power to detect a disease association using a logistic regression with one-sided p < 0.05. At each switch rate, power is estimated by the proportion of simulated data sets yielding p<0.05 for the logistic regression of disease status on (simulated) genotype. 
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